. Comparision between the wild-type and Y35A mutant of RheB GTPase. (A) Alignment of protein sequences from the crystal structures of wild-type (PDB ID 4O25) and the Y35A mutant (PDB ID 3SEA). (black triangle indicates the conservative substitution between the two structures). (B) Overlay of the crystal structures of wild-type and the Y35A mutant of RheB GTPase of RheB GTPase. (dark blue -Y35A, dark green -wild-type) Figure S2 . Secondary structure timeline analysis of three trajectories (A, B, C) of the WT. Graphic representation symbol 'T' is hydrogen bonded turn, 'E' is extended parallel or anti-parallel β-sheet, 'B' is single pair β-bridge, 'H, G, I' represents 4, 3, 5-turn helix and 'C' is coil. 
